In the title barbiturate salt (trivial name: trimethylammonium 2,4,6-trinitrophenylbarbiturate), C 3 H 10 N + ÁC 10 H 4 N 5 O 9 À , the asymmetric unit contains two sets of anion-cation moieties. The dihedral angle between the rings in the anions are 44.0 (3) and 45.7 (3) . Adjacent anions are connected into ribbons along [100] through R 2 2 (8) ring motifs formed by N-HÁ Á ÁO hydrogen bonds involving the barbiturate rings. Attached to both sides of these ribbons via N-HÁ Á ÁO hydrogen bonds are the trimethylammonium cations. C-HÁ Á ÁO hydrogen bonds are also observed. Table 1 Hydrogen-bond geometry (Å , ). (Nogrady, 1988; Gitto et al., 2006) . Many reported barbiturates have noticeable side effects (Hardman & Limbird, 2001; Rana et al., 2007) . The growing interest in preparing new barbiturates prompted the present work. A barbiturate previously synthesized in our laboratory from 1-chloro-2,4-dinitrobenzene, barbituric acid and triethylamine has only one anion-cation pair in the asymmetric unit (Kalaivani et al., 2008; Kalaivani & Malarvizhi, 2009 ). However, the asymmetric unit of the title barbiturate (Scheme), prepared from 1-chloro-2,4,6-trinitrobenzene, barbituric acid and trimethylamine, comprises two sets of anion-cation moieties ( Experimental 1-Chloro-2,4,6-trinitrobenzene (2.5 g, 0.01 mol) in 20 ml of absolute ethanol was mixed with barbituric acid (1.3 g, 0.01 mol) in 30 ml of absolute ethanol and heated to 40°C. Trimethylamine (3 ml ~0.05 mol) was then added and the mixture was shaken well for 2 hrs. Dark maroon red crystals obtained were filtered. The filtered crystals were powdered well and washed with 50 ml of dry ether and recrystallized from absolute ethanol (yield 80%; m.p. 245 °C). Good quality crystals, suitable for single-crystal X-ray studies were obtained by slow evaporation of the ethanolic solution of title compound at room temperature.
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Refinement
The six N-bound H atoms were located in a difference map and were freely refined without constraints. The C-bound hydrogen atoms were placed in calculated positions (C-H = 0.93-0.96 Å) and refined as riding atoms with U iso (H) = 1.2U eq (C) for non-methyl and U iso (H) = 1.5U eq (C) for methyl H.
supplementary materials sup-2 Figures   Fig. 1 . ORTEP diagram of (I) showing 30% probability displacement ellipsoids and the atomic numbering scheme. 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
